The objectives of this research were to compare estimates of variance components, genetic 11 parameters, prediction accuracies, and rankings of animals for 305-d milk yield ( 
RRM over 305-d models led to their wide utilization for national dairy genetic evaluations 48 in many countries across the world (Interbull, 2007) . 49
The original implementation of RRM for dairy genetic evaluations utilized only test-50 day phenotypic records and pedigree data. Advances in genotyping technology have made 51 information on thousands of genotypes per animal available for dairy genetic evaluations. 52
The combination of genomic information with phenotypes and pedigree (Meuwissen et al. Patterns with low heritability at the extremes of the lactation may be more realistic because 303 they indicate that MY at the extremes of the lactation were more highly influenced by 304 environmental effects than in the middle of the lactation (Strabel et al., 2005 Table 3 Table 5 (top 5%, 15%, 25%, and all sires) and for cows only in 437 Table 6 (top 5%, 15%, 25%, and all cows). In addition, these two tables present percentages 438 of animals in common for 305-d MY and 305-d FP in the top 5%, 15%, and 25% of animals 439 ranked by the two models in each rank correlation. Rank correlations between EBV for sires 440 (Table 5 ) and for cows (Table 6 ) between pairs of followed the same pattern as rank 441 correlations obtained for all animals (Table 4) . Rank correlations between EBV from RRGM 442 and RRPM tended to be higher across the top 5%, 15%, 25%, and all animals (0.57 to 0. correlations were significant at P < 0.0001, except for top 5% between sire EBV for 305-d 705 MY and 305-d FP that were significant at P < 0.005. Numbers in brackets are percentages 706 of sires in common in the top 5%, 15%, and 25% of sires ranked by each pair of models. 707 
